Key indicators: single-crystal X-ray study; T = 180 K; mean (C-C) = 0.002 Å; R factor = 0.044; wR factor = 0.121; data-to-parameter ratio = 24.1.
In the crystal structure of the title compound [systematic name: bis(triethylammonium) 2,5-dichloro-3,6-dioxocyclohexa-1,4-diene-1,4-diolate], 2C 6 H 16 N + ÁC 6 Cl 2 O 4
2À
, the chloranilate anion lies on an inversion center. The triethylammonium cations are linked on both sides of the anion via bifurcated N-HÁ Á Á(O,O) and weak C-HÁ Á ÁO hydrogen bonds to give a centrosymmetric 2:1 aggregate. The 2:1 aggregates are further linked by C-HÁ Á ÁO hydrogen bonds into a zigzag chain running along [011] .
Related literature
For related structures, see: Dayananda et al. (2012) ; Gotoh et al. (2009 Gotoh et al. ( , 2010 ; Yang (2007) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). (Farrugia, 2012) ; software used to prepare material for publication: CrystalStructure (Rigaku/MSC, 2004) and PLATON (Spek, 2009 ).
Comment
The title compound was prepared in order to extend our study on D-H···A hydrogen bonding (D = N, O, or C; A = N, O or Cl) in amine-chloranilic acid systems (Gotoh et al., 2009 (Gotoh et al., , 2010 . For the tertiary amine-chloranilic acid systems, crystal structures of bis(hexamethylenetetraminium) chloranilate tetrahydrate (Yang, 2007) , triethylammonium hydrogen chloranilate (Gotoh et al., 2010) and triprolidinium dichloranilate-chloranilic acid-methanol-water (2/1/2/2) (Dayananda et al., 2012) have been reported.
In the crystal structure of the title compound, an acid-base interaction involving proton transfer is observed between chloranilic acid and triethylamine, and one chloranilate anion and two triethylammnoium cations are linked by bifurcated N-H···O and weak C-H···O hydrogen bonds (Table 1) 
Experimental
Single crystals were obtained by slow evaporation from an acetonitrile solution (100 ml) of chloranilic acid (100 mg) and triethylamine (97 mg) at room temperature.
Refinement
C-bound H atoms were positioned geometrically (C-H = 0.98 or 0.99 Å) and refined as riding, allowing for free rotation of the methyl group. U iso (H) values were set at 1.2U eq (C) or 1.5U eq (methyl C). The N-bound H atom was found in a difference Fourier map and refined isotropically. The refined N-H distance is 0.867 (18) Å. program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) ; software used to prepare material for publication: CrystalStructure (Rigaku/MSC, 2004) and PLATON (Spek, 2009 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. Symmetry codes: (i) −x+1, −y+2, −z; (ii) −x+1, −y+1, −z+1.
Computing details

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (
